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AEGHSRLHDSKGQTKLLQLLTTKSEQMEPSPLAS 
ADGQSRLHDSKGQTKLLQLLTTKSEQMEPSPLAS 
AEGHSRLHDSKGQTKLLQLLTTKSEQMEPSPLPS 
AENQRGPLESKGHKKLLQLLTCSSEDRGHSSLTN 
AENQRGPLESKGHKKLLQLLTCS SDDRGHS S LTN 
SETPRGPLESKGHKKLLQLLTCSSEDRGHSSLTN 
SEGDSKY- -SQTSHKLVQLLTTTAEQQLRHADID 
♦ - . . • S . KLhQLLT - 

PGSTHGTS LKEKHKI LHRLLQD S S S P VDLAKLTA 
SGSTHGTSLKEKHKILHRLLQDSSSPVDLAKLTA 
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TCPSSHSSLTERHKILHRLLQE . GSPSDITTLSV 
Ii . E+H+ILH+LLQ . . . SP . -h. .h. . 

EPASPKKKE NALLR YLLDKDDTKD I GLP E I T 

EPVSPKKKE NALLRYLLDKDDTKDIGLPEIT 

EP AS PKKKE NALLRYLLDKDDTKD I GLP S I T 

EQLSPKKKE- - NNALLRYLLDRDDP SDVLAKKLQ 
EQLS PKKKE- - NNALLRYLLDRDDP SDALSKELQ 
EQLSPKKKE- -NNALLRYLLDRDDP SDALSKELQ 
ELDAAKKKESKDHQLLRYLLDKDEKDLRSTPNLC 
E KKKE LLRYLLD+D - h . 
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